Abstract. Casitas B-lineage lymphoma (c-Cbl) expression has been linked to the development of several types of cancer. However, no studies on the association of c-Cbl and glioma have been published thus far. The present study examined glioma samples obtained from 136 patients treated at The First Hospital of China Medical University (Shenyang, China) from January 2007 to December 2009, and the expression levels of c-Cbl in the samples were evaluated by reverse transcription-quantitative polymerase chain reaction, immunohistochemistry and western blotting. Kaplan-Meier survival curves were generated and subjected to Cox regression analysis. The messenger RNA and protein levels of c-Cbl were observed to be upregulated in high-grade glioma, compared with low-grade glioma. A multivariate analysis revealed that the protein levels of c-Cbl were independently associated with overall survival [hazard ratio (HR)=4.923, 95% confidence interval (CI)=3.163-7.662; P<0.001]. Furthermore, the grade of the glioma (according to the World Health Organization criteria) was observed to be independent prognostic factors for progression-free survival and overall survival time (HR=8.842, 95% CI=7.827-9.989; P<0.001, and HR=10.247, 95% CI=9.009-11.655; P<0.001, respectively). Kaplan-Meier analysis and log-rank test indicated that high protein expression levels of c-Cbl were significantly associated with overall and progression-free survival (P<0.001). To the best of our knowledge, these results provide the first evidence that the overexpression of c-Cbl is correlated with advanced clinicopathological features and poor prognosis in patients with glioma.
Introduction
Gliomas are the most common type of tumors of the primary central nervous system in adults (1) . Their highly invasive nature precludes complete resection, resulting in significant neurological morbidity and mortality (2) . Despite progress in surgical, radio-and chemotherapeutic approaches for the treatment of glioma, its prognosis remains poor (3) . For instance, patients with glioblastoma multiforme (GBM), which is the most malignant and frequently reported histological type of glioma, present a median life expectancy of only 14.6 months following diagnosis (4) . Thus, a greater understanding of the molecular mechanisms of gliomagenesis may lead to more effective, individualized treatments.
Casitas B-lineage lymphoma (c-Cbl) is a really interesting new gene finger-type E3 ubiquitin ligase in the ubiquitin-proteasome pathway (5) . Cbl proteins play important roles in the inhibition of growth factor receptors (6) . For example, Cbl-mediated ubiquitination of active receptors is essential for their degradation and the termination of receptor-induced signal transduction (7) (8) (9) . As such, the ubiquitin-proteasome pathway is important for maintaining cellular homeostasis, and mutations in the components of this pathway may result in tumorigenesis (10) . Indeed, the expression of c-Cbl has been reported to be upregulated in various solid tumors, including gastric carcinoma (11) , primary colorectal cancer (12) , prostate cancer (13) and non-small cell lung cancer (14) .
The association between c-Cbl expression and the clinicopathological features of glioma has not been investigated to date, nor has been the prognostic significance of c-Cbl overexpression in this type of tumor. These questions were addressed in the present study by examining the expression levels of c-Cbl in samples derived from patients with glioma via reverse transcription-quantitative polymerase chain reaction (RT-qPCR), immunohistochemistry and western blotting, and the correlation between c-Cbl expression, glioma stage and patient survival was assessed. I m mu noreact ivit y was eva luat e d a nd score d semi-quantitatively by two pathologists who were blinded to the patients' clinical data. Using the double scoring system (staining intensity multiplied by staining area), the staining intensity was evaluated as follows: 0, no staining; 1, definite but weak staining; 2, moderate staining; and 3, strong staining. The staining area was scored as follows: 1, <35% of cells were stained; 2, 35-75% of cells were stained; and 3, >75% of cells were stained. High c-Cbl expression was defined as a score ≥4, whereas low c-Cbl expression was defined as a score <4.
Materials and methods

Patients
Western blot analysis. Whole cell lysates were prepared from glioma tissue, and western blotting was performed as previously described (15) . Protein concentration was determined with the Protein Quantitation kit (Bradford assay; Abcam), using bovine serum albumin as a standard. Lysates (20 mg) were solubilized in Laemmli sample buffer (Abcam) by boiling, and then resolved by 10% sodium dodecyl sulfate polyacrylamide gel electrophoresis, followed by electrotransfer (45V for 15 h) onto a nitrocellulose membrane (Amersham; GE Healthcare Life Sciences, Chalfont, UK), which was then incubated with the rabbit anti-c-Cbl antibody at 4˚C overnight, followed by incubation with the peroxidase-conjugated anti-rabbit IgG at room temperature for 1 h. Rabbit anti-mouse monoclonal α-tubulin (cat. no. ab52866; dilution, 1:2,000; Abcam) antibody served as a loading control. The immune complexes were visualized with an enhanced chemiluminescence western blotting detection system (Amersham; GE Healthcare Life Sciences). Quantity One 4.6 software (Bio-Rad Laboratories, Inc., Hercules, CA, USA) was used for desitometry analysis.
RT-qPCR. Total RNA was isolated from tissues using TRIzol reagent (Invitrogen; Thermo Fisher Scientific, Inc., Waltham, MA, USA), according to the manufacturer's protocol. RNA was reverse transcribed using SuperScript First-Strand Synthesis System (Invitrogen; Thermo Fisher Scientific, Inc.), and PCR amplification was performed using the following sets of sense and antisense primers: c-Cbl, sense 5'-CGC TAA AGA Table I . Correlation between the protein expression levels of c-Cbl and clinicopathological features of patients with glioma. test was used to assess the association between c-Cbl expression and clinicopathological parameters. Patient survival curves were generated using the Kaplan-Meier method, and Cox regression analysis and log-rank test were used to identify independent prognostic factors. Data were expressed as the mean ± standard deviation, and statistical significance was defined as a two-tailed P<0.05.
c-Cbl protein expression levels
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Results
High c-Cbl expression is associated with clinicopathological features of glioma. RT-qPCR analysis of the messenger (m) RNA expression levels of c-Cbl in high-grade [anaplastic astrocytoma (AA) and GBM] and low-grade [low-grade astrocytoma (
LGA)] glioma revealed that the c-Cbl transcript was upregulated in high-grade glioma samples, compared with low-grade glioma samples (P<0.05; Fig. 1A) . Similarly, the protein levels of c-Cbl were increased in AA and GBM, compared with LGA (Fig. 1B) .
Immunohistochemical analysis demonstrated that c-Cbl was mainly localized in the cytoplasm of malignant cells, and c-Cbl immunoreactivity was higher in high-vs. low-grade glioma (Fig. 2) . The protein levels of c-Cbl were upregulated in 96 of 136 (70.6%) patients with glioma, and high c-Cbl expression was correlated with World Health Organization (WHO) grade (P<0.001) and Karnofsky performance status (KPS) score (P<0.001). There were no significant differences in c-Cbl expression with respect to gender, age or extent of resection (P>0.05, Table I ).
High c-Cbl protein expression levels are correlated with poor clinical outcome. Six patients were not available for follow-up, LGA (n=3), AA (n=3) and GBM (n=4) frozen samples, as determined by western blotting. α-tubulin was used as a loading control. c-Cbl, casitas B-lineage lymphoma; AA, anaplastic astrocytoma; GBM, glioblastoma multiforme; LGA, low-grade astrocytoma; mRNA, messenger RNA.
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and therefore were excluded from the survival analyses. The remaining 130 patients were followed-up for 6-68 months. Multivariate analysis revealed that c-Cbl expression was independently associated with overall survival [hazard ratio (HR)=4.923, 95% confidence interval (CI)=3.163-7.662; P<0.001], and that c-Cbl protein expression and WHO grade were independent prognostic factors of progression-free survival (HR=6.181, 95% CI=3.854-9.915; P<0.001, and HR=10.247, 95% CI=9.009-11.655; P<0.001, respectively) ( Table II) . The Kaplan-Meier analysis with log-rank test indicated that high c-Cbl protein expression was associated with poor overall (P<0.001; Fig. 3A ) and progression-free survival (P<0.001; Fig. 3B ).
Discussion
The results of the current study indicate that glioma progression is associated with the upregulation of c-Cbl expression. Western blotting and immunohistochemical analysis of tissue samples derived from patients with glioma revealed a significant correlation between c-Cbl expression and WHO glioma grade. Furthermore, survival analysis demonstrated that overexpression of c-Cbl is a predictor of poor prognosis in these patients.
c-Cbl is a E3 ubiquitin ligase and multifunctional adaptor protein that regulates cell growth, invasion, apoptosis and angiogenesis in various human tumors, and mutations in the c-Cbl gene may lead to tumorigenesis and metastasis in non-small cell lung cancer (14) . In hematological malignancies, mutations in the genes of the Cbl family result in the failure of tyrosine kinase signaling of protein degradation, which is linked to poor prognosis (17) . In previous studies, c-Cbl was expressed in 67% of gastric carcinoma cells, and was associated with the degree of tumor invasion and lymph node metastasis (11) . c-Cbl was also demonstrated to promote tumor invasion (18) . Furthermore, c-Cbl gene deficiency decreased osteoclast (19) and macrophage (20) 
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In the present study, the protein levels of c-Cbl were significantly associated with WHO grade and KPS score, suggesting that c-Cbl expression is associated with glioma development and progression. The present findings revealed that patients with higher c-Cbl expression in tumor tissue exhibited worse overall and progression-free survival than those expressing lower levels of the protein, indicating that c-Cbl upregulation in glioma may increase tumor malignancy, and thereby lead to worse prognosis. Notably, the present results demonstrate that high levels of c-Cbl in human glioma tissues are associated with lower KPS scores and higher pathological grade. Survival analysis demonstrated that high c-Cbl expression in glioma tissues is correlated with, and is a prognostic factor for, lower progression-free and overall survival. A subgroup analysis suggested that c-Cbl may be an independent prognostic factor for high (III and IV), but not low (I and II) histopathological grade. These findings demonstrate that the expression levels of c-Cbl may be used to predict prognosis in patients with glioma following surgery.
The mechanisms underlying the oncogenic functions of c-Cbl in glioma remain to be investigated. A previous study reported a link between c-Cbl-mediated epidermal growth factor receptor signaling, tumor progression and metastasis, and poor prognosis in human gastric carcinoma (6) . Identifying c-Cbl target mRNAs and binding partners will provide additional insight into the role of c-Cbl in gliomagenesis.
Considering the poor prognosis of patients with glioma with the currently available therapies, the development of novel treatment approaches is necessary, which requires a better understanding of the pathophysiological and molecular properties of gliomas. The findings of the present study suggest that high c-Cbl expression is a prognostic biomarker for glioma malignancy, and provide a basis for developing novel treatments.
